Supplementary methods

Two-dimensional electrophoresis (2-DE), protein visualization and image analysis
OC or DMSO treated HepG2 cells were harvested and 2-DE was performed as described previously [1] . In brief, isoelectric focusing (IEF) was performed by using IPG strips (13 cm, pH 3-10). The samples containing 150 g protein were diluted in a 250 l rehydration buffer, and was subsequently loaded into IPG strips and rehydrated for 10 hr at 30 V with IPGphor II apparatus (Amersham Bioscience，Arlington Heights, IL, USA). Then IEF was carried out by following a stepwise voltage increase manner: 500 and 1,000 V for 1 hr and then 8,000 V for 6 hr. After the completion of IEF, the IPG strips were incubated in a balance buffer supplemented with 1 % DTT for 15 min under shaking. Subsequently, they were transferred to the balance buffer containing 2.5% iodoacetamide for another 15 min; the strips were loaded onto the top of a 12.5% uniform polyacrylamide gel slab for the two dimensional protein separation which was performed by using a 15 mA constant current for 30 min and then by using the 30 mA current. The procedures following 2-DE were performed as described in [1] . In brief, the gels were visualized by silver staining. These raw images were captured by using a GS-800 scanner (BioRad, CA, USA) and QuantityOne program (BioRad); the images were subsequently analyzed by the PDQuest program (version 8.0, BioRad). The differently expressed proteins spots were manually excised from the 2-DE gels. The gel chips were incubated in a mixture of potassium ferricyanide and sodium thiosulfate for 5 min. After washing twice, the gel chips were equilibrated in ammonium bicarbonate and CAN with variant concentration and followed by vacuum-drying. Lastly, the gel chips were rehydrated with 25 mM ammonium bicarbonate (pH8.0) containing 10 mg/ml of trypsin at 37°C for 16 hr. After trypsinization, the peptide supernatants were spotted onto a target plate with CHCA as the matrix (4 
